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a Information of each gene is referred to Table S3B b The numbers of alleles used for the calculation were given. Here, we considered diploid states.
c The standard deviation (SD) were given in parenthesis. detected also in the whole domesticated peach and the O-A clusters, but not in F cluster (Fig. 4) . These would suggest that this region had been under strong selection in old age in East Asia, but not important at least for modern breeding fruit cultivars. (Fig. 6A ). This would suggest these two regions might be under historical selection; however, not in the domestication path but in general evolution of peach and its wild relatives (Amygdalus subgenus). the O-A and L, the medians of XP-EHH are significantly bigger than "0", suggesting the genome-wide average haploblock (or LD) in the F and O-A would be kept longer than that in the L cluster. This is consistent with the result in pairwise LD analysis (Fig. 3) on the F cluster, and suggests the possibility that genome-wide LD in the O-A cluster is also significantly increased against the L cluster. 
